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Background: To assess the infective potential of ultrasound gel
nd probes when used in a routine manner on ambulatory patients
ith intact skin. At our institute, ultrasound probes are wiped with
non-sterile absorbent paper towel after each patient. The probes
ecome dry and clean in social terms but we were unsure if they
lso became bacteriologically decontaminated after wiping clean.
e alsowished toascertain the intrinsic infectivepotential of ultra-
ound gel.
Methods: Bacteriological samples were taken from probe sur-
ace (after wiping it clean as per our protocol); gel dispensing
ottles; and the gel jars that contain the gel in bulk. A total of
1 samples were cultured, out of these 13 were jar samples that
ere acquired daily on 13 days, 10 from gel bottles and 38 from
robe surface (27 before beginning ultrasound, 11 after ending the
ay’s work). Probe surface samples were collected on sterile cot-
on wipes dipped in sterile nutrient broth; bottle and jar samples
ere collected by sterile nickel loops and cultured on commercially
vailable nutrient agar. Colonies were counted at 24 and 48 hours.
Results: The results show bacterial contamination in all (10/10)
el bottle samples, 7% pre-scan probe surface wipes (2/27) and
7.3% (3/11) on post scan wipes. Gel jar samples were sterile on the
rst 3 days and then progressively showed greater colony counts.
his showed that the gel is initially sterile but is apparently con-
aminated from air and it serves as growth medium for bacteria.
Conclusion: We conclude that the highest contamination is
bserved in gel bottle samples (100%). The lowest contamination
as observed from wiped probe samples. This was probably due
o repeated cleaning of probes by the operators. Gel jar samples
ave the second highest contamination but the initial samples
howed no growth. The ultrasound gels probably contain no or lit-
le antibacterial agent and the gel serves as a growth medium for
acteria.
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Proteomic proﬁle associated to the encystment of Entamoeba
histolytica by MALDI-TOF mass spectrometry
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Background: Entamoeba histolytica is a parasitic protozoa
causing amoebiasis. The parasite’s life cycle consists of two stages:
the trophozoite and the cyst. Unfortunately, the study of encyst-
ment has been difﬁcult due to the absence of an in vitro system.
Recently, our research group reported the obtaining of cyst-like
structures (CLS) more resembling mature cysts (Aguilar y cols,
PLoSNTD 4(2), 2010).
Methods: In the present study we conducted a comparative
analysis of the proteomic proﬁle of trophozoites and CLS through
separation in 1D gels and MALDI-TOF mass spectrometry.
Results: We found a higher number of proteins expressed
in trophozoites than in CLS (161 vs 96), of which 63 proteins
including Actin, Myosin, Elongation factor-1 alpha, lectins among
others, were shared between the two stages. Unique proteins
identiﬁed in trophozoites included many enzymes involved in gly-
colysis, demonstrating that this stage is metabolically very active
as expected. In contrast, few of these enzymes (less than 20%) were
identiﬁed in theCLS sample, in agreementwith the lowmetabolism
associated to a dormant stage such as themature cyst. Noteworthy,
proteins associated with encystment and differentiation processes
such as those related to heat shock and strees responses as well as
a dipeptydil peptidase, where found over-expressed or exclusively
expressed in CLS.
Conclusion: In summary, this study suggest that the proteomic
proﬁle of CLS with the low metabolism and an increased response
to oxidative stress is quite related to a mature cyst and its probable
role of latency for the transmission of the parasite in the life cycle,
and therefore CLS could be used as a model for encystment stud-
ies in human amoebiasis, including the identiﬁcation of new drug
targets aimed to interrupt the transmission of the disease.
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